FIGURED 

ggactaatctgtggga<3Cagtttattccagtatca.:x'cagggtgcagcca>:accaggactgt 
g??gI^^gSgttttttttgttttaaatgtaatacctcctcatcttttcttcttacacagtg 

?rTC^^cI?TTACATTATAGATAAGTAGTAGATGGTGGATAACTTCTACTTTTAGGAGGA 

ctactctcttctgacagtcctagactggtcttctacactaagacaccatgaaggagtatgtg 

r^CrTA^S^TCrTGGCTTTGl'GCTCTGCCAAACC^rTTCTTTAG,CCCTTCACACATCGCACT 
G^ATGATGCTGAAGGATATGGAAGACACAGATGATG^^^^^^^^^^ 

ATGATGATGATGAGGACAACTCTCTTTTTCCAACAAGAGAGCCAA..AAGCCATTTTTTrCCA 

™gI?ctgtttgcaatgtgtccatttggatgtcagtgctattcacgagttgtacat 

lGl?T™ST^GACCTCAGTCCCAACCAACAT'rc;CATTTGATACTCGAATGCTTGATCTTC 

^?I^?^^tSggaaatcaaagaaaatgattttaaaggactcacttcagtttatggt 

^TOT^IIcAACAAGCTAACGAAGATTCACCCAAAAGCCTTTCTAACCACAAAGAA 

S?gcgSg^t^atctgtcccacaatcaactaagtgaaatac<:acttaatcttgccaaat 
cI??ag^gSctcagaattcatgaaaataaagttaagaaaatacaaaaggacacattcaaa 
SIItgS^^t^tacacgttttggaaatgagtgcaaaccctcttgataataatgggataga 
gcSgg^caS^gLggggtgacggtgttccatatcagaattgcagaagcaaaactgacct 
cag???SSIggcttaccaccaactttattggagcttcacttagattataataaaatttca 
aSg^SI^?gaggattttaaacgatacaaagaactacaaaggctgggcctaggaaacaa 
cS1I?c^aS^a?cgaaaatgggagtcttgctaacataccacgtgtgagagaaatacat^ 
t^^cS?Lactaaaaaaaatcgcttcaggattaccagagttgaaatacctccagata 

^^^^^!^I^TAATTGAATTGCAAGAGTGGGAGTAAATGACTTCTGTCCAACAGTGCC 

^gISIIg^tctttatacagtgcaataagtttattcaacaaccgggtgaaatactggg 

Z?GC^™I^CATTTCGTTGTGTTTTGAGCAGAATGAGTGTTCAGCTTGGGAACTTT 

:::Itg^^taattagtaattggtaatgtccatttaatataaga^^^ 

Trr-anTaCTTGAACTCTATTAATAATGGTAGTATTATATATACAAGCAAATATCTATrCTCA 

Ig?^™gtcSSgacttattttatgacaagaaatttcaacggaattttgccaaactatt 

rTAcI™OTTGAGAGAAACAAGCATGTATTGCAGTTTCCTTT™ 
rTTACATAAATCTCATGCTTGACCATTCCTTTCTTCATAACAAAAAAGTAAGATATTCGGTA 

t?^^cI^tStatcaagcacattttaaaaagaactgtactgtaaatgg™t^^^^ 

i.nr.»»!iaTTTrTGCTCTTTCATTTGCTGTTAGAAAAACAGAATTAACAAAGACAGTAATGT 
G^G^S?™CAcS"cTTATTCTTTAGTAACTTGGGTAGTACTGTAATATTTTTAAT 

c^ct^ISgtItStttgatataatcttattgaaattaccttatcatgtcttagagccc^^ 

^^I^^!;^TAAAACTAATTTCTTAAAATAAAGCCTTCAGTAAATGTTCATTACCAACTTGA 

™c?™^oagctggxttggg..ctatagcatatgctt™ 

acctga-t^ttaaaaatctctgtaaaaacgtgtagtgtttcataaaatctgtaactcgcatttt 

aa^ga?ccg??^ataagcttttaatagcatgaaaattgttaggctatataacattgccac 
^c^c?c™ggI^™?ttt..agatatcgctttggaagaccttgcttggaagagcctgga 
S™cSto?^accaaattgtctcttcaaatacgtatggactggataactctgagaaa 
cacI5^t^tItaactgaataagcagagcatcaaattaaacagacagaaaccgaaagctcta 
St^?gSc™ttctttatgtatttcttattggcattcaacatatgtaaaatcagaaa 

acagggaaattttcattaaaaatattggtttgaaat 



FIGURE,! 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA3 4 3 92 

<subunit 1 of 1, 379 aa , 1 stop 
<MW: 43302, pi: 7.30, NX(S/T): 1 

MKEYVLLLFLALCSAKPFFSPSHIALKNMMLKDMEDTDDDDDDE^DDDE.DDEDNSLFPTREPR 
SHFFPFDLFPMCPFGCQCYSRVVHCSDLGLTSVPTNIPFDTRMLDLQMNKTKEIKENDFKGL 

tslyglilnnnkltkihpkaflttkklrrlylshnqlseiplnlpp:slaelrihenkvkkiq 

KDTFKGMNALHVLEMSANPLDNNGIEPGAFEGVTVFHIRIAEAKLTSVPKGLPPTLLELHLD 

ynkistveledfkrykelqrlglgnnkitdiengslaniprvreihlf.nnklkkipsglpel 
kylqiiflhsnsiarvgvndfcptvpkmkkslysaislfnnpvkywemqpatfrcvlsrmsv 

qlgnfgm 



signal sequence. 

amino acids 1-15 



N-glycosylation site. 

amino acids 281-285 



N-myristoylation sites. 

amino acids 129-135, 210-216, 214-220, 237-243, 270-276, 282-288 



Leucine zipper pattern. 

amino acids 154-176 



FIGURED 

CGGACGrGTGGGCGGACGCGTGGGCCCGCSGCAC<:GCCCCCGGCCCGGCCCTCCGCCCTCCGCACTCCCGCCTCC 
CTCCCTrCGCCCGCTCCCGCGCCCTCCTCCCTCCCTCCTCCCCAGCTGTCCCGTTCGCGTCATGCCGAGCCTCC: 
GGCCC'GCCGGCrrCGCTGCTGCTCCTCGGGCTGCTGCTGCTCGGCTCCCGGCCGGCCCGCGGCGCCG.'JCCCAGA 
rCCCCr^CGTGCTGCCCATCCGTTCTGAGAAGGAGCCGCTGCCCGTTCGGGGAGCGG<:AGGCT(^CAC.:TTCGGCG<J 
GAAGGTCTATGCCTTGGACGAGACGTGGCACCCGGACCTAGGGCAGCCATTCGGGGTGATGCGCTGCGTGCTGTG 
CGrCTGrGAGGCGrCTCAGTGGGGTCVi<:CGTACCAGGGGCCCTGGCAGGGTCAGCTGCAA.3AAGATCAAACCAGA 
GT.^CCCAACCCCGGCCTGTGGGCAGCCGCGCCAGCTGCCGGGACACTGCTGCCAGACCTGCCCCCAGGAGCGCAG 
CAGTTCGGAGCGG-AGCCGAGCGGCCTGTCCTTCGAGTATCCGCGGGACCCGGAGCATCGCAGTTATAGCGACC-^ 
CGGGGAGCCAGGCGCTGAGGAGCGGGCCCGTGGTGACGGCCACACGGACTTCGTGGCGCTGCTGACAGGGCCGAG 
G?CGCAGGCGGTGGCACGAGCCCGAGTCTCGCTGCTGCGCTCTAGCCTCCGCTTCTCTATCTCCTACAGGCGGCT 
GGACCGCCCTACCAGGATCCGCTTCTCAGACTCCAATGGCAGTGTCCTGTTTGAGCACCCTGCAGCCCCOACCCA 
AGATGGCCTGGTCTGTGGGGTGTGGCGGGCAGTGCCTCGGTTGTCTCTGCGGCTCCTTAGGGCAGAACAGCTGCA 
TG?GGCACTTGTGACACTCACTCACCCTTCAGGGGAGGTCTGGGGGCCTCTCATCCGGCACCGGGCCCTGGCTGC 

IgIgaccttcagtgccatcctgactctagaaggccccccacagcagggcgtagggggcatcaccctgctcactct 

CAGTGACACAGAGGACTCCTTGCATTTTTTGCTGCTCTTCCGAGGGCTGCTGGAACCCAGGAGTGGGGGACTAAC 

ccaggttcccttgaggctccagattctacaccaggggcagctactgcgagaacttcaggccaatgtctcagccca 
ggJJccLgctttgctgaggtgctgcccaacctgacagtccaggagatggactggctggtgctgggggagctgca 
ga^^gccctggagtgggcaggcaggccagggctgcgcatcagtggacacattgctgccaggaagagctgcgacgt 
cctgcaaagtgtcctttgtggggctgatgccctgatcccagtccagacgggtgctgccggctcagccagcctcac 
gctgctaggaaatggctccctgatctatcaggtgcaagtggtagggacaagcagtgaggtggtggccatgacact 
ggagaccaagcctcagcggagggatcagcgcactgtcctgtgccacatggctggactccagccaggaggacacac 
gScgtgggtatctgccctgggctgggtgcccgaggggctcatatgctgctgcagaatgagctcttcctgaacgt 
SSaSSggIS?cccagacggagagcttcgggggcacgtggctgccctgccctactgtgggcatagcgcc^ 

CcSSAci^GCTGCCCGTGCCCCTAGCAGGAGCCCTGGTGCTACCCCCTGTGAAGAGCCAAGCAGCAGGGCAGGC 

Sggctttccttggatacccactgtcacctgcactatgaagtgctgctggctgggcttggtggctcaga/.caagg 

ciCTrTCACTGCCCACCTCCTTGGGCCTCCTGGAACGCCAGGGCCTCGGCGGCTGCTGAAGGGATTCTATGGCTC 

agaggcccagggtgtggtgaaggacctggagccggaactgctgcggcacctggcaaaaggcatggcctc-c<:tgat 

GA?CACCACCAAGGGTAGCCCCAGAGGGGAGCTCCGAGGGCAGGTGCACATAGCCAAC.rAATGTGAGGTTGGCGG 

S^SSS^ggcgggcggggccgagggggtgcgggcgctgggggctccggatacagcctctgctgcgccgcc 

?SS?gcSggtctcccggccctagcgcccgccaaacctggtggtcctgggcggcgccgagaccccaaca^^^ 

ct^ct^cgaggggcagcagcgcccccacggggctcgctgggcgcccaactacgacccgctctgctcactctgcac 

SgSIgagacgaacggtgatctgtgacccggtggtgtgcccaccgcccagctgcccacacccggtgcaggctcc 

CGACCAGTGCTGCCCTGTTTGCCCTGAGAAACAAGATGTCAGAGACTTGCCAGGGCTGCCAAGGAGCC-iGGACCC 

SgSJSgctcSattttgatggtgaccggagctggcgggcagcgggtacgcggtggc^^ 
JS?gSS?Sttaagtgtgctgtctgcacctgcaaggggggcactggagaggtgcactgtgagaaggtgcagtg 

tcccSgSSScctgtgcccagcctgtgcgtgtcaaccccaccgactgctgcaaacagtgtccagtggggtcggg 

ggcccacccccagctgggggaccccatgcaggctgatgggccccggggctgccgttttgctgggcagtggttccc 

SJSg^SSgctggcacccctcagtgcccccttttggagagatgagctgtatcacctgcagatgtggggca^^ 

gotgSctcactgtgagcgggatgactgttcactgccactgtcctgtggctcggggaaggagagtcgatgctgttc 

ccgctgcacggcccaccggcggcccccagagaccagaactgatccagagctggagaaagaagccgaaggctctta 
gggagcagccagagggccaagtgaccaagaggatggggcctgagctggggaaggggtggcatcgaggaccttctt 

!S??ScSS?GGGAAGCCCAGTGCCTTTGCTCCTCTGTCCTGCCTCTACTCCCACCCCCACTACCTCTG^ 

?cacIgctccacaagggggagaggcagctgggccagaccgaggtcacagccactccaagtcctgccctgccaccc 
^cggJSctgtcctggaagccccacccctttcctcctgtacataatgtcactggcttgttgggatttttaattta 
^ct^caSSgcaccaagggcccccgacactccactcctgctgcccctgagctgagcagagtcattattggagag 
ttttgtatttattaaaacatttctttttcagtcaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaa 



FIGURE 4 



> < subuni t 1 C' f 1 , 9 54 ad ^ 1 s L op 
xMW: 101960, pi: 8.21, NX(S/T): 5 

MPSLPAPPAPLLLLGLLLLGSRPARGAGPEPPVLPIRSEKEPLPVRGAAGCTFGG?:VYALDE 

TWHPDLGQPFGVMRCVLCACEAPQWGRRTRGPGRVSCKNIKPECPTPACGQPRQLPGHCCQT 

CPQERSSSERQPSGLSP^EYPRDPEHRSYSE»RGEPGAEERARGDGHTDFVALLTGPRSOAVAR 

ARVSLLRSSLRFSISYRRLDRPTRIRFSDSNGSVT.FEHPAAPTQDGI.VCGVWRAVPRLSLRL 

LRAEQLHVALVTLTHPSGEVWGPLIRHRALAAETFSAILTLEGPPQQGVGGITLLTLSDTED 

SLHFLLLFRGLLEPRSGGLTQVPLRLQILHQGQLLRELQANVSAQEPGFAEVLPNLTVQEMD 

WLVLGELQMALEWAGRPGLRISGHIAARKSCDVLQSVLCGADALIPVQTGAAGSASLTLLGN 

GSLIYQVQWGTSSEVVAMTLETKPQRRDORTVLCHMAGLQPGGHTAVGICPGLGARGAHML 

LQNELFLNVGTKDFPDGELRGHVAALPYCGHSARHDTLPVPLAGALVLPPVKSQAAGHAWLS 

LDTHCHLHYEVLLAGLGGSEQGTVTAHLLGPPGTPGPRRLLKGFYGSEAQGVVKDLEPELLR 

HLAKGMASLMITTKGSPRGELRGQVHIANQCEVGGLRLEAAGAEGVRALGAPDTASAAPPW 

PGLPALAPAKPGGPGRPRDPNTCFFEGQQRPHGARWAPNYDPLCSLCTCQRRTVICDPWCP 

PPSCPHPVQAPDQCCPVCPEKQDVRDLPGLPRSRDPGEGCYFDGDRSWRAAGTRWHPWPPF 

GLIKCAVCTCKGGTGEVHCEKVQCPRLACAQPVRVNPTDCCKQCPVGSGAHPQLGDPMQADG 

PRGCRFAGQWFPESQSWHPSVPPFGEMSCITCRCGAGVPHCERDDCSLPLSCGSGKESRCCS 

RCTAHRRPPETRTDPELEKEAEGS 

Signal sequence. 

amino acids 1-23 
N-glycosylation sites . 

amino acids 217-221, 351-355, 365-369, 434-438 

Tyrosine kinase phosphorylation sites . 

amino acids 145-153, 778-786 

N-myris toylation sites . 

amino acids 20-26, 47-53, 50-56, 69-75, 73-79, 232-238, 236-242, 
390-396, 422-428, 473-479, 477-483, 483-489, 489-495, 573-579, 
576-582, 580-586, 635-641, 670-676, 773-779, 807-813, 871-877, 
905-911 

Amidation site . 

amino acids 87-91 

Cell attachment sequence . 

amino acids 165-168 

Leucine zipper pattern . 

amino acids 315-337 



FIGURE 5 



GGCGGAGCAGCCCTAGCCGCCACCGTCGCTCTCGCAGCTCTCGTCGCCACTGCCACCGCCGCCGCCGTCACTGCCJ 

TCCTGGCTCCG<3CTCCCGCGCCCTCCCGGCCGGCC ATG CAGCCCCGCCGCGCCCAGGCGCCCGGTGCGCAGGTGC 
TGCCCGCGCTGGCCCTGCTGCTGCTGCTGCTCGGAGCGGGGCCCCGAGGCAGGTCCCTGGCCAACCC<^GTGCCCG 
CCGCGCCCTTGTCTGCGCCCGGGCCGTGCGCCGCGCAGCCCTGCCGGAATGGGGGTGTGTGCACCTCGCGCCCT*:; 

agccggacccgcagcacccggcccccgccggcgagcctggctacagctgcacctggcccgccgggatctccggcg 
ccaactgccagcttgttgcagatccttgtgccagcaacccttgtcaccatgg<:aagtggagcagcaggagcagca 
(j<:agcagcgatggctacctctgcatttgcaatgaaggctatgaaggtcccaactgtgaacaggcacttcccagtc 
tcccag<:cactggctggaccgaatccatggcaccccgacagcttcagcctgttcctgctactcaggagcctgaca 
aaatcctgcctcgctctcaggcaacggtgacactgcctacctggcagccgaaaacagggcagaaagttgtai^aaa 

TGAAATGGGATCAAGTGGAGGTGATCCCAGATATTGCCTGTGGGAATGCCAGTTCTAACAGCTCTGCGG(3TGGCC 
GCCTGGTATCCTTTGAAGTGCCACAGAACACCTCAGTCAAGATTCGGCAAGATGCCACTGCCTCACTGATTTTGC 
TCTGGAAGGTCACGGCCACAGGATTCCAACAGTGCTCCCTCATAGATGGACGAAGTGTGACCCCCCTTCAGGCTT 
CAGGGGGACTGGTCCTCCTGGAGGAGATGCTCGCCTTGGGGAATAATCACTTTATTGGTTTTGTGAATGATTGTG 
TGACTAAGTCTATTGTGGCTTTGCGCTTAACTCTGGTGGTGAAGGTCAGCACCTGTGTGCCGGGGGAGAGTCACG 
CAAATGACTTGGAGTGTTCAGGAAAAGGAAAATGCACCACGAAGCCGTCAGAGGCAACTTTTTCCTGTACCTGTG 
AGGAGCAGTACGTGGGTACTTTCTGTGAAGAATACGATGCTTGCCAGAGGAAACCTTGCCAAAACAACGCGAGCT 
GTATTGATGCAAATGAAAAGCAAGATGGGAGCAATTTCACCTGTGTTTGCCTTCCTGGTTATACTGGAGAGCTTT 
GCCAGTCCAAGATTGATTACTGCATCCTAGACCCATGCAGAAATGGAGCAACATGCATTTCCAGTCTCAGTGGAT 
TCACCTGCCAGTGTCCAGAAGGATACTTCGGATCTGCTTGTGAAGAAAAGGTGGACCCCTGCGCCTCGTCTCCGT 
GCCAGAACAACGGCACCTGCTATGTGGACGGGGTACACTTTACCTGCAACTGCAGCCCGGGCTTCACAGGGCCGA 
CCTGTGCCCAGCTTATTGACTTCTGTGCCCTCAGCCCCTGTGCTCATGGCACGTGCCGCAGCGTGGGCACCAGCT 
ACAAATGCCTCTGTGATCCAGGTTACCATGGCCTCTACTGTGAGGAGGAATATAATGAGTGCCTCTCCGCTCCAT 
GCCTGAATGCAGCCACCTGCAGGGACCTCGTTAATGGCTATGAGTGTGTGTGCCTGGCAGAATACAAAGGAACAC 
ACTGTGAATTGTACAAGGATCCCTGCGCTAACGTCAGCTGTCTGAACGGAGCCACCTGTGACAGCGACGGCCTGA 
ATGGCACGTGCATCTGTGCACCCGGGTTTACAGGTGAAGAGTGCGACATTGACATAAATGAATGTGACAGTAACC 
CCTGCCACCATGGTGGGAGCTGCCTGGACCAGCCCAATGGTTATAACTGCCACTGCCCGCATGGTTGGGTGGGAG 
CAAACTGTGAGATCCACCTCCAATGGAAGTCCGGGCACATGGCGGA(3AGCCTCACCAACATGCCACGGCACTCCC 
TCTACATCATCATTGGAGCCCTCTGCGTGGCCTTCATCCTTATGCTGATCATCCTGATCGTGGGGATTTGCCGCA 
TCAGCCGCATTGAATACCAGGGTTCTTCCAGGCCAGCCTATGAGGAGTTCTACAACTGCCGCAGCATCGACAGCG 
AGTTCAGCAATGCCATTGCATCCATCCGGCATGGCAGGTTTGGAAAGAAATCCCGGCCTGCAATGTATGATGTGA 
GCCCCATCGCCTATGAAGATTACAGTCCTGATGACAAACCCTTGGTCACACTGATTAAAACTAAAGATTTGTAAT 
CTTTTTTTGGATTATTTTTCAAAAAGATGAGATACTACACTCATTTAAATATTTTTAAGAAAATAA^lAAGCTTAA 
GAAATTTAAAATGCTAGCTGCTCAAGAGTTTTCAGTAGAATATTTAAGAACTAATTTTCTGCAGCTTTTAGTTTG 
GAAAAAATATTTTAAAAACAAAATTTGTGAAACCTATAGACGATGTTTTAATGTACCTTCAGCTCTCTAAACTGT 
GTGCTTCTACTAGTGTGTGCTCTTTTCACTGTAGACACTATCACGAGACCCAGATTAATTTCTGTGGTTGTTACA 
GAATAAGTCTAATCAAGGAGAAGTTTCTGTTTGACGTTTGAGTGCCGGCTTTCTGAGTAGAGTTAGGAAAACCAC 
GTAACGTAGCATATGATGTATAATAGAGTATACCCGTTACTTAAAAAGAAGTCTGAAATGTTCGTTTTGTGGAAA 
AGAAACTAGTTAAATTTACTATTCCTAACCCGAATGAAATTAGCCTTTGCCTTATTCTGTGCATGGGTAAGTAAC 
TTATTTCTGCACTGTTTTGTTGAACTTTGTGGAAACATTCTTTCGAGTTTGTTTTTGTCATTTTCGTAACAGTCG 
TCGAACTAGGCCTCAAAAACATACGTAACGAAAAGGCCTAGCGAGGCAAATTGTGATTGATTTGAATCTATATTT 
TTCTTTAAAAAGTCAAGGGTTCTATATTGTGAGTAAATTAAATTTACATTTGAGTTGTTTGTTGCTAAGAGGTAG 

taaatgtaagagagtactggttccttcagtagtgagtatttctcatagtgcagctttatttatctccaggatgtt 
tttgtggctgtatttgattgatatgtgcttcttctgattcttgctaatttccaaccatattgaatt^aatgtgatc 

AAGTCA 



FIGURE 6 



xsubiinit 1 of 1 , 737 aa , 1 stop 
xMW: 78475, pi: 5.09, NX(S/T): 11 

MQPRRAQAPGAQLLPALALLLLLLGAGPRGSSLANPVPAAPLSAPGPCAAQPCRNGGVCTSR 
PEPDPQKPAPAGEPGYSCTCPAGISGANCgLVADPCASNPCHHGNCSSSSSSSSDGYLCICN 
RGYEGPNCEQALPSLPATGWTESMAPRQLC'PVPATQEPDKILPRSQATVTLPTWC'PKTGQKV 
VEMKWDQVEVIPDIACGNASSNSSAGGRLVSFEVPQNTSVKIRQDATASLILLW?.:VTATGFQ 
QCSLI DGRSVTPLQASGGLVLLEEMLALGNNHFIGFVNDSVTKSIVALRLTLWKVSTCVPG 
ESHANDIjECSGKGKCTTKPSEATFSCTCEEQYVGTFGEEYDAGQRKPCQNNASCI danekqd 
GSNFTCVCLPGYTGELCQSKIDYCILDPCRNGATCISSLSGFTCQCPEGYFGSACEEKVDPC 
ASSPCQNNGTCYVDGVHFTCNCSPGFTGPTCAQLIDFCALSPCAHGTCRSVGTSYKCLCDPG 
YHGLYCEEEYNECLSAPCLNAATCRDLVNGYECVCLAEYKGTHCELYKDPCANVSGLNGATC 
DSDGLNGTCICAPGFTGEECDIDINECDSNPCHHGGSCLDQPNGYNCHCPHGWVGANCEIHL 
QWKSGHMAESLTNMPRHSLYIIIGALCVAFILMLIILIVGICRISRIEYQGSSRPAYEEFYN 
CRSIDSEFSNAIASIRHARFGKKSRPAMYDVSPIAYEDYSPDDKPLVTLIKTKDL 

signal sequnce. 

amino acids 1-28 

Transmembrane domain. 

amino acids 641-660 

N-glycosylation sites . 

amino acids 107-111, 204-208, 208-212, 223-227, 286-290, 361-365, 
375-379, 442-446, 549-553, 564-568 

Glycosaminoglycan attachment site* 

amino acids 320-324 

Tyrosine kinase phosphorylation sites, 

amino acids 490-498, 674-682 

N-myris toylation sites . 

amino acids 30-36, 56-62, 57-63, 85-91, 106-112, 203-209, 
373-379, 449-455, 480-486, 562-568, 565-571 

Amidation site. 

amino acids 702-706 

Aspartic acid and asparagine hydroxylation site. 

amino acids 520-532, 596-608 

EGF-like domain cysteine pattern signatures. 

amino acids 80-92, 121-133, 336-348, 378-390, 416-428, 454-466, 
491-503, 529-541, 567-579, 605-617 



FIGURE 7 



r:Tt:'lv;r]AAG''JTCACCGCCACAGGATTCCAACAGTGCTCCCTCATACATrjGACrjAAAG^ 

(::c(:g(::<:tttca(:^G(:tttca<:^ggggactggtcctcctggaggagatggtcgccttggggaata 
atc^ac^tttattggtttt''jtgaatgattctgtgactaagtctattg'rgric^tttg<':c:^<:ttaact 
gtt xri^ggl^gaa("j(jtcagc:agctgtgtgccgggggagagtcacggaaatgactt':jgagtgttc 
aio(';aaaag':^aaaatgcagcacgaagcggtcagaggcaactttttcgtgta(rt:tgt(3aggagg 
agtacgtgg'"jtactttctgtgaagaatacgatggttgccagaggaaacgttggcaaaacaag 
gcgagc^rgfatl^gatggaaatgaaaagcaagatgggaggaatttcagctgtgt'rtgcgttcg 
tggttatactggagaggtttgccaagggaactgagattggagcgaacgacctagaccgaact 
gagataggg(5ag 



FIGURE 8 



CTCTGGAAGGT'rACGGCT:AL:AGGATTC^:AACA(:rrGCTC(:CTCATAGAT(:XJACGAAA(3TGTGA 

c^cgcgctttgagggtttgagggggactggtcgtcgtggaggagatgctcgggttggggaata 
atgag'rttattggttttgtgaatgattgtgtgactaagt(:^tattgtgggttt(:5ggcttaagt 
ct('^gtggtgaaggtgagcaggtgtgtg':'::ggg<3c^agagtgacgcaaatgagttggagtgttg 
aggaaaar_5gaaaa'rggaggaggaagcgcrrgaga(";<:;caactttttcctgtaggtgtgaggagg 
agtacgtgggtagtttctgtgaagaata(:gat(:^gttgggagaggaaac^::tt(:;ggaaaagaag 
gcgagctgtattgatgcaaatgaaaaggaagatgggagcaatttgagctgtgtttgccttgc 
tggttatactggagagctttgccaaccgaactgagattggagcgaacgaggtacaccgaact 
gagataggggag 



FIGURE 9 



rjCTGAGTCTGCT(:^CTCCTGCTGCTG(:TC;':TCCAGCCTCrrAACCTGTGCCTAC^ACCA<r(:;CCAG 

GCCCCCCCAGAGCCGTCAGCACGCT(:^GrjG(^GGGCCA{lAGC(":CACACCATGGCG(:^(:;CACCTAG 

GCTCCCTCGACCACAGTCAGTAGTGGGAGGAGCCAGGGGGTGCAAGAGGAGGGAGCJGGGGCT 
L]ATG{:GGGAGTTCCCGCTCGTGGAC(:^GCCACAACGAC(:T('_^':GCGTr^i"_^TCCTAA(:.;GG^ArjGl^^ 

ACCAG/VAJ^GGGGTACAGGATGTTAACGTGCGC/VATTTGAGCTACGGCGAGAGGAGCGTGGAC 
AGGGTTAGAGATGGCGTCGTGGGGGGCCAGTTCTGGTGAGGGTATGTGGCATGCCAGAGCCA 
GGACCGGGATGCCCTGCGCCTCACCCTGGAGCAGATTGACCTCATACGCCGCATGTGTGCCT 
GCTATTCTGAGCTGGAGCTTGTGACCTCGGCTAAAGCTCTGAACGACACTCAGAAATTGGCC 
TGCCTCATCGGTGTAGAGGGTGGCCAGTCGCTGGACAATAGGCTCTCGATGTTAGGTACGTT 
CTACATGCTGGGAGTGCGCTACCTGACGCTCAGCCACACCTGCAAGACACGCTGGGCAGAGA 
GCTCCGCTAAGGGCGTCCACTCCTTCTACAACAACATCAGCGGGCTGACTGAGTTTGGTGAG 
AAGGTGGTGGCAGAAATGAACCGCCTGGGCATGATGGTAGACTTATCCCATGTCTCAGATGC 
TGTGGCACGGCGGGGCCTGGAAGTGTCACAGGCACCTGTGATCTTGTCCCACTGGGGTGCCC 
GGGGTGTGTGCAACAGTGCTCGGAATGTTGGTGATGACATGCTGCAGCTTCTGAAGAAGAAC 
GGTGGCGTCGTGATGGTGTGTTTGTCCATGGGAGTAATACA':3TGCAAGCCAT(:AGCCAATGT 

gtccactgtgggagatcagttcgaccacatgaagggtgtcattggatgcaagttcatcggga 
ttggtggagattatgatggggccggcaaattccgtcagggggtggaagacgtgtccacatac 
ccggtcctgatagaggagttgctgagtcgtggctggagtgaggaagagcttcagggtgtcct 
tcgtggaaacctgctgcgggtcttcagacaagtggaaaaggtacaggaagaaaacaaatggc 
aaagccccttggaggacaagttcccggatgaggagctgagcagttcctgccactccgacctc 
tcacgtctgcgtcagagacagagtctgacttcagggcaggaactcactgagattcccataca 
ctggacagccaagttaccagccaagtggtcagtctcagagtcctcgccccacatggccccag 
tccttgcagttgtggccaccttcccagtccttattctgtggctctgatgacccagttagtcc 
tgccagatgtcactgtagcaagccacagacagcccac7vaagttccgctgttgt(3caggcaca 
aatatttcctgaaataaatgttttggacatag 
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</usr/ se5qdb2/sst /DNA/Dnaseqs . min/ss . DNA3 55 95 
<subunit 1 of 1, 433 aa , 1 stop 
^MW: 47787, pi: 6.11, NX(S/T): 5 

MPGTYAPSTTLSSPSTQGLOEQARALMRDFPLVE)GHNDLPLVLRQVYQKGLC)DVNI,RNFSYG 

qtsldrlrdglvgaqfwsayvpcqtqdrdalrltleqidlirrmcasyselelvtsap:alnd 

TQKLACLIGVEGGHSLDNSLSILRTFYMLGVRYLTLTHTCNTPWAESSAKGVHSFYNNISGL 

tdfgekwaemnrlgmmvdlshvsdavarralevsqapvifshsaargvcnsarnvpddilq 
llkknggwmvslsmgviqcnpsanvstvadhfdhikavigskfigiggdydgagkfpqgle 
dvstypvlieellsrgwseeelqgvlrgnllrvfrqvekvqeenkwqspledkfpdeqlsss 
chsdlsrlrqrqsltsgqelteipihwtaklpakwsvsessphmapvlawatfpvlilwl 

N-glycosylation sites . 

amino acids 58-62, 123-127, 182-186, 273-277 
N-myristoylation sites . 

amino acids 72-78, 133-139, 234-240, 264-270, 334-340, 389-395 

Renal dipeptidase active site. 

amino acids 134-157 
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AAAACCTATAAATATTCCGGATTATTCATAC^:G1'':^CCACCATCGGGCGCGGATCCGC(3GCC':J 
CGAATTCTAAACCAACATGCCGGGGAGCTACGCTGCCTGGACCACAGTCAGTAGTCCCAGCA 
CCCAGGGCCTGGAAGAGCAGGCACGGGGG':T'3ATGCGGGACTTCGGGG7^GGT''JGACG(^CC^AC 
AACGAGCTGCCGGTGGTCGTAAGGCAG(3TTTAG^GAGAAAGGGCTACAGGATGTTAAGCTGGG 
CAATTTCAGGTACGGCGAGACCAGGGTGGACAGGGTTAGAGATGGCCTGGTGC^GCGCCGAGT 

tctggtcaggctatgtggcatgccagaggca(.;(.;agg(:?(:^gatgccctgcgcctgacggtggag 
cagattgacgtcatacgccgcatgtgtgggtggtattctgagctggaggttgtgacgtgggg 
taaagctctgaacgacactcagaaattggcctgggtcatcggtgtagagggtggccactcgg 
tggacaatagcctctccatcttacgtaccttctagatgctgggagtgcgctacctgacgctg 
agccacacgtggaacagagcctggggagagaggtgggctaagggcgtccactgcttgtagaa 
gaacatcaggggggtgagtgactttggtgagaaggtggtggcagaaatgaaccgcctgggca 
tgatggtagagttatccgatgtctgagatggtgtggcacggcgggccgtggaagtgtgagag 
gcacctgtgatcttctggcactcggctgcgcggggtgtgtgcaagagtggtcggaatgttgg 
tgatgacatcctggagcttctgaagaagaagggtggcgtcgtgatggtgtctttgtccatgg 
gagtaatagagtggaagcgatcagcgaatgtgtggactgtggcagatgagttcgaccacatg 
aaggctgtcattggatccaagttcatggggattggtggagattatgatggggcggggaaatt 
ggctcagggggtggaagacgtgtccacatacgcggtggtgatagaggagttgctgagtcgtg 
gctggagtgaggaagagcttcagggtgtgcttcgtggaaagctggtgggggtcttgagacaa 
gtggaaaaggtagaggaagaaaacaaatgggaaaggggcttggaggagaagttcggggatga 
gcagctgagcagttcctgccactcggagctctcaggtgtgggtcagagacagagtctgactt 
cagggcaggaactcactgagattcgcatacagtggacagccaagttaccagcgaagtggtca 
gtctcagagtcctcgccccaccctgacaaaagtcacacatgcccacggtgcccaggacctga 
actcctggggggagcgtcagtcttcctcttcggcccaaaagcgaaggacacc 
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></usr/seqdb2/sst/DNA/Dnaseqs . f Vi 1 1/ss . DNA35872 
xsubunit 1 of 1, 446 aa , 0 stop 
xNX (S/T) : 5 

MPGTYAPSTTLSSPSTQGLQEQARALMRDFPLVDGHNDLPLVLRQVYOKGLQDVNLRNFSYG 
QTSLDRLRDGLVGAQFWSAYVPCQTQDRDALRLTLEQIDLIRRMCASYSELELVTSAKALND 
TQKLACLIGVEGGHSLDNSLSILRTFYMLGVRYLTLTHTCNTPWAESSAKGVHSFYNNISGL 
TDFGEKVVAEMNRLGMMVDLSHVSDAVARRALEVSQAPVIFSHSAARGVCNSARNVPDDILQ 
LLKKNGGWMVSLSMGVIQCNPSANVSTVADHFDHIKAVIGSKFIGIGGDYDGAGKFPQGLE 
DVSTYPVLIEELLSRGWSEEELQGVLRGNLLRVFRQVEKVQEENKWQSPLEDKFPDEQLSSS 
CHSDLSRLRQRQSLTSGQELTEIPIHWTAKLPAKWSVSESSPHPDKTHTCPPCPAPELLGGP 
SVFLFPPKPKDT 
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cgcccagcgacgtgcgggcggcct(3gcccgcgc(:ctcc(::gcgccc'"^gcctgcc^tcccgo:jcc 
ctgggccagcgccggggaggcgcagggcgccgcgggcggcgggcagcgcgggcgcgatgcg<:: 

GCCGGGCGCCGGGGCCCCGCCGGCCAATCCGCGCGGCGGGGGCCG'^GGTTGCT^jCCGGTGCT 
G'Z rGC^TGGTGTGGGTCCTCG(^GGG(5CGGGGAGCGGGATCAGGAGG(:GAGAGAGCTGTGATGA 

gtcggcaggatcccacgcttctcatcggctcctcgctgctggccaggtgctcagtggaggga 
gacggaccaggagggaccggcgagggcctctactggagcgtgaac'^gggggggggtggccgc^ 

TGAGGTCTCC^C^GTGTAGTCAACGGGTGGACCTTGGGTGTGGGGGTGGCGAAGCTCAATGGGT 

ccaggcagcggtcgggggacaacctcgtgtgccacgcccgtgacggcagcatgctggctggg 
tcctgcctctatgttggcctgcccccagagaaacccgtcaacatcagctgctggtccaagaa 
catgaaggacttgacctgccgctggacgccaggggcccagggggagagcttggtccagacca 
actactccctcaagtacaagcttaggtggtatggccaggagaacagatgtgaggagtacgac 
acagtggggccccactcctgccacatccccaaggacctggctctctttacgccctatgagat 
ctgggtggaggccaccaaccgcctgggctctgcccgctccgatgtactcacgctggatatcg 
tggatgtggtgaccacggaccccccgcccgacgtgcacgtgagccgcgtcgggggcctggag 
gacgagctgagcgtgcgctgggtgtcgccacccgccctcaaggatttcctctttgaagcgaa 
atagcagatccggtaccgagtggaggacagtgtggactggaaggtggtggacgatgtgagca 
agcagacctcctggggcctgggcggcctgaaacgcgggagggtgtacttggtgcaagtgcgc 
tgcaagccctttggcatctatgggtccaagaaagccgggatctggagtgagtggaggcaccg 
gacagccgggtggactcggcggagtgagcgcccgggcccgggcgggggggcgtgcgaaccgg 
ggggcggagagccgagctcgggggcggtgcggcgcgaggtcaaggagttcctggggtggctg 
aagaagcacgggtactgctccaacctcagcttccgcctctacgaccagtggcgagcctggat 
gcagaagtcgcacaagacccgcaaccaggacgaggggatcctgccgtcgggcagacggggca 
cggcgagaggtcctgccagataagctgtaggggctcaggccaccctccctgccacgtggaga 
ggcagaggcggaacccaaactggggccacctctgtacgctcacttcagggcacctgagccac 
cctcagcaggagctggggtggcgcctgaggtggaagggcgataacaggtctgagtcgcaggt 
gaggccacctttgggtgcaccccagtgggtgtgtgtgtgtgtgtgagggttggttgagttgc 
ctagaacccctgggagggctgggggtgagaaggggagtcattactccccattacctagggcc 
gctcgaaaagagtcctttttvaataaatgaggtatttaggtgctgtgattgtgaaaauaaaaaa 

AAAAAAAAAAAAAAAAuAAAAAAAAAAAAAAAAAAAAAAAC 
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xss . DNA38 113 

xsubunit 1 of 1, 4 22 aa, 1 stop 
xMW: 46302, pi: 9.42, NX(S/T): 6 

MPAGRRGPAAQSARRPPPLLPLLLLLCVLGAPRAGSGAHTAVISPC'DPTLLIGSSLLATCSV 
HGDPPGATAEGLYVJTLNGRRLPPELSRVLNASTLALALANLNGSRQRSGDNLVGHARDGSII, 
AGSCLYVGLPPEKPVNISCWSKNMKDLTGF.WTPGAHGETFLHTNYSLKYKLRWYGQDNTGEE 
YHTVGPHSCHIPKDLALFTPYEIWVEATNRLGSARSDVLTLDILDWTTDPPPDVHVSRVGG 
LEDQLSVRWVSPPALKDFLFQAKYQIRYRVEDSVDWKWDDVSNQTSCRLAGLKPGTVYFVQ 
VRCNPFGIYGSKt:AGIWSEWSHPTAASTPRSERPGPGGGACEPRGGEPSSGPVRRELKQFLG 
WLKKHAYCSNLSFRLYDQWRAWMQKSHKTRNQDEGILPSGRRGTARGPAR 

Signal sequence. 

amino acids 1-30 

Transmembrane domain. 

amino acids 44-61 

N-glycosylation sites . 

amino acids 92-96, 104-108, 140-144, 168-172, 292-296, 382-386 

cAMP- and cGMP -dependent protein kinase phosphorylation site. 

amino acids 413-417 

N-myristoylation sites. 

amino acids 30-36, 37-43, 73-79, 121-127, 179-185, 218-224, 
300-306, 317-323, 320-326, 347-353, 355-361, 407-413 

Amidation site. 

amino acids 3-7, 79-83, 411-415 

Growth factor and cytokines receptors family signature 2. 

amino acids 325-331 
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cccacc]c^gtccgctg<:^tgtta('jatcgagcaacC':tctaaaa(:}cagtttagagtggtaaaaaa 

AAAAAAAAAGACACCAAA':GCTCGCAGCGACAAAAGGG ATG AAATTTCTTCTGGACATGCTC 
GTGCTTCTGCG':^TTAGTGATGrjTCTC^CTGCCTAGAGTCCTTCGTGAAGGTTTTTATTCCTAA 
i:;AG(:5A<:^AAAATCAGTGAC(:GG(:GAAAT<r<:^TGGT<:;ATTACAGGAGGTGG("iGATGGAATTGGGA 
GACTGAGTGG(:TATG7^TTTGGT7VAAGTT7V7W\GGAAGGTGGTTCTCTGGGATATA7VAT7VA^ 

gatggactggagg7v7vacagctgcgaaatgcaagggactgggtgcc7vaggttcatacctttgt 
ggtagactgcagcaaccgagaagatatttacagctctgcaaagaaggtgaaggcagaaattg 
gagatgttagtattttagtaaataatgctggtgtagtctatacatcagatttgtttgctaca 
caagatggtcagattgaaaagacttttgaagttaatgtagttgcagatttgtggagtagaaa 
ggcatttcttcctgcaatgacgaagaataacgatggccatattgtcactgtggcttcggcag 
ctggagatgtctcggtccgcttgttactggcttactgttcaagcaagtttggtgctgttgga 
tttcataaaactttgacagatgaactgggtgccttacaaat7vactggagtcaaaacaacatg 
tctgtgtcctaatttcgtaaagactggcttcatcaaaaatcgaagtacaagtttgggaccca 
ctgtggaacctgaggaagtggtaaacaggctgatgcatgggattctgactgagcagaagatg 
atttttattggatcttctatagcttttttaagaacattggaaaggatccttcctgagcgttt 
gctgggagttttaaaaggaaaaatcagtgttaagtttgatgcagttattggatataaaatga 
aagcggaa taa ggacgtagttttgtgaaaagtgatttaccaggtttaggttgatgtcatcta 
atagtgccagaattttaatgtttgaagttgtgttttttctaattatccccatttcttcaata 
tcatttttgaggctttggcagtcttcatttagtaccacttgttctttagccaaaagctgatt 
acatatgatataaacagagaaatacctttagaggtgactttaaggaaaatgaagaaaaagaa 

CCAAAATGACTTTATTAAT^TAATTTCCAAGATTATTTGTGGCTGACCTGAAGGCTTTGCAA 

aatttgtaggataaccgtttatttaagatatatttttatttttgattgcacttaaattttgt 

ataatttgtgtttctttttctgttctacataaaatcagaaacttcaagctctctaaataaaa 

tgaaggagtatatctagtggtatttcacaatgaatatcatgaactctgaatgggtaggtttc 

atcctacccattgccactctgtttcctgagagatacctcacattccaatggcaaagatttct 

gcagagggaagctagaggtggatagacgtgttgcaagtataaaagcatcactgggatttaag 

gagaattgagagaatgtacccacaaatggcagcaataataaatggatcacacttaaaaaaaa 

aaaaaaaaaaaaaaaaaaaaaaaaajvaaaaaaaaaa/^^ 

aaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaa 
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< / u s r / s e qd t) 2 / s s t / DN A / D n a s e q s . f u 1 1 / s s . DN A 3 4 4 3 6 
<subunit 1 of 1, 3 00 aa, 1 stop 
<MW: 32 964, pi: 9.52, NX(S/T): 1 

MKFLLDILLLLPLLIVCSLESKVKLP^IPKRRKSVTGEIVLITGAGHGIGRLTAYP^FAPCLKSK 
LVLWDINKHGLEETAAKCKGLGA?:VHTFWDrSNREDI YSSAKKVKAEIGDVSILVNNAGW 
YTSDLFATQDPQIEKTFEVNVLAHFWTT?'JVFLPAMTKNNHGHTVTVASAAGHVSVPFLLAYC 
SSKFAAVGFHKTLTDELAALQITGVKTTCLCPNFVNTGFIKNPSTSLGPTLEPEEVVNRLMH 
GILTEQKMIFIPSSIAFLTTLERILPERFLAVLKRKISVKFDAVIGYKMKAQ 

Signal sequence. 

amino acids 1-19 

Transmembrane domain . 

amino acids 170-187 

cAMP- and cGMP-dependent protein kinase phosphorylation sites. 

amino acids 30-34, 283-287 

N-myristoylation sites . 

amino acids 43-49, 72-78, 122-128, 210-216 
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gactac^ttctcttggagtctgggaggaggaaagcggag(:(:ggca(:jggagi:^'\;aa^ 
gggtgac<^gcagggga(lggggggcctggccggggagaagcgg(:^gr^gggt<:]gagr^a(:gac'gaa 
ct<"jgagggtcgggagtagggagcgccccgaag<:jaggcgatggg('igagc»:gggagggggga(::t 
gggagaggagcgcggggtgggggctgg(:ggtg(:ca(:^G(:^gtmigaggcgagtggtggtggt(:^':: 

TGCTGGTGGGGCTGGCGGGGGGGTGGCCGGGACTGGAGGACAAGAAGATGCCCAGCGTCTGG 
GCGGGGGAGGGGGGGGTTCGAGGCACGCGGGGGGACCATGGCAGCCAGGGCTTGGGG''^GGC<:^. 

cgatggccgcgacggccgcgacggcgcgcccggggctcggggagagaaaggcgagggcggga 
ggccgggactgccgggagctcgaggggaccccgggccgggaggagaggggggacgggcgggg 
gccagcgggcgtgccggggagtgctcggtgcctcggcgatgggggttgagggggaaggc^ctg 

CGAGAGGCGGGTGGCTCGGCCGTCTGACGCAGGCTTGGGCTTGGAGGGG*5TGGTGGTGAAGG 
AGCAGGGACATTAGGAGGCGGTCAGCGGCAAGTTGAGGTGC<.:AGGT(:^GGTGGGGTGTAGTAG 
TTCGCCGTCCATGCCAGGGTCTACCGGGCCAGCCTGCAGTTTGATGTGGTGAAGAATGGCGA 
ATCCATTGCCTCTTTCTTGCAGTTTTTCGGGGGGTGGGGCAAGGGAGGGTGGGTCTGGGGGG 
GGGCCATGGTGAGGCTGGAGCCTGAGGAGGAAGTGTGGGTGGAGGTGGGT'^TGGGTGAGTAG 
ATTGGCATGTATGGCAGGATCAAGACAGAGAGGAGGTTCTGGGGATTTGTGGTGTAGTGCGA 
GTGGCAGAGCTGGGGAGTGTTTGCT TAG TGGGGAGTGGAAAGT':^A='^GTGATGGTGTCAGTGG 
TAGAAGGAGGGTGTGAGGCTGACAACCAGGTGAT(:GAGGAG'3GGTGGGGGGGCTGGAATATT 
GTGAATGACTAGGGAGGTGGGGTAGAGGAGTCTCGGTCCTGGTGCTGGCAAGGAATGGGAAC 
AGTGGCTGTCTGCGATCAGGTCTGGCAGCATGGGGCAGTGGCTGGATTTCTGCCCAAGACGA 
GAGGAGTGTGCTGTGCTGGCAAGTGTAAGTCCCCCAGTTGCTCTGGTCCAGGAGCCCACGGT 
GGGGTGCTCTCTTCCTGGTCGTGTGCTTCTCTGGATGCTCGCGACCCCCTCCTGCTCCTGGG 

gccggcccttttctcagagatcactcaatajyvcctaagaagggtcataaaaaaaaaaaajvaa 
aaaaaaaaaaaaa 
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></usr7seqdb2/sst: /DNA/Dnaseqs . min/ss . DNA4 05 92 
xsubunit 1 of 1, 243 aa, 1 stop 
xMW: 25298, pi: 6.44, NX(S/T): 0 

mrpllvllllgl7^gspplddrjp:ipslcpghp!:^lpg'14^k:^hhgsqglpgrdgrdgri:)gap(^^ 
gekgeggrpglpgprgdpgprgeagpagptgpagecsvpprsafsakrsesrvppf'sdappp 
fdrvlvneqghydavtgkftc(3vpgvyyfavhatvyraslqfdlvkngesiasffqffggwp 
kpaslsggamvrlepedqvva/qvgvgdyigiyasip:tdstfsgflvysdwhsspvfa 

signal sequence. 

amino acids 1-15 

N-myris toylation sites . 

amino acids 11-17, 68-74, 216-222 

Cell attachment sequence . 

amino acids 77-80 
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(:TCTTTTGTCCACCAGCCX'AGCCTGACl^(.:<,:i'GGAGATTGTGAATAG(::TCCATf::(^ 
AAACAAGCCGGGTGGGTGAGCCAGGCTGT('^GAGGGAGCA(:GTGAGG.GGGGGAAGAGACCCAT 
GCTGCATCCAGAGACCTCCCCTGGCCGGGGGGAT''JTCCTGGCTGTGCTC'rTGGGCGTCGTTG 
GCACCACGTGf'jGGAGAGGTGTGGCCACCCCAGGTf'^CAtjGAGfJAGG'J'rtJGGATGGGGGGAGGG 

ctgaacaggaaggagagtttctt(:^gtgctgtcggtgcagaaccgcctg<:ggaggtgggtcca 
ggcccctgcgggtgacatggggag<3ctggactggagtgagagcctgggggaactggctcaa<3 
ccagggcagcggtctgtggaatcccaaccccgagcctggcatccggcctgtggcgcaccctg 
caagtgggctggaacatgcagctgctgcgcgcggggttggcgtcctttgttgaagtggtcag 
cctatggtttgcagaggggcagcggtagagggacgggggaggagagtgtgctcgcaacgcga 
gctgcacccagtacacgcagctcgtgtgggccacgtcaagccagctgggctgtgggcgggag 
ctgtgctctgcaggccagacagcgatagaagcctttgtgtgtggctactcggccggaggcaa 
ctgggaggtcaacgggaagacaatcatcccctataagaagggtgcctggtgttcgctctgca 
cagccagtgtctcaggctgcttcaaagcctgggagcatgcaggggggctctgtgaggtcccc 
aggaatccttgtcgcatgagctgccagaaccatggacgtctgaacatgagcacctgccactg 
ccactgtccccctggctacacgggcagatagtgccaagtgaggtggagggtgcagtgtgtgg 
acggccggttcggggaggaggagtgctcgtgggtctgtgagatcggctaggggggaggccag 

TGTGCCACCAAGGTGCATTTTCCCTTCCACACCTGTGACCTGAGGATGGAGGGA(:^ACTGCTT 

catggtgtcttcagaggcagacacctattacaga<5ccaggatgaaatgtcagaggaaaggcg 
gggtgctggcccagatcaagagccagaaagtgcaggacatcctcgccttctatctgggccgg 
ctggagaccaccaacgaggtgactgacagtgacttcgagaccaggaacttctggatcgggct 
gacctacaagaccgccaaggactccttccgctgggccacaggggagcaccaggccttcacca 
gttttgcctttgggcagcctgacaaccacgggctggtgtggctgagtgctgccatggggttt 
ggcaactgcgtggagctgcaggcttcagctgccttgaactggaacgacgagcgctgcaaaac 
ccgaaaccgttacatctgccagtttgccgaggagcacatctgccggtggggcccagggtcct 

gaggcctgacgacatggctccctcggctgccctgggaggaccggctctgcttacctgtgtgc 
ccacctgtctggaacaagggccaggttaagaccacatgcctcatgtccaaagaggtctcaga 
gcttgcacaatgccagaagttgggcagagagaggcagggaggccagtgagggccagggagtg 
agtgttagaagaagctggggccgttcgcctgcttttgattgggaagatgggcttcaattaga 
tggcgaaggagaggacaccgccagtggtccatvaaaggctgctctcttccacctggcccagac 
cctgtggggcagcggagcttccctgtggcatgaacccgacggggtattaaattatgaatcag 

CTGAAAAAAAAAAAAA 
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</usr/seqdb2/sst/DNA/Dnaseqs .min/ss . DNA44 176 
<subunit 1 of 1, 455 aa , 1 stop 
<MW: 50478, pi: 8.44, NX(S/T): 2 

MLHPETSPGRGHLLAVLLALLGTTWAEVWPPQLQEQAPMAGALNRKESFLLLSLHNRLRSWV 
QPPAADMRRLDWSDSLAQLAQARAALCGIPTPSLASGLWRTLOVGWNMQLLPAGLASFVEVV 
SLWFAEGQRYSH/VAGECARNATCTHYTQLVWATSSQLGCGRHLCSAGQTAIEAFVCAYSPGG 

NWEVNGKTi ipy?:kgawcslctasvsgcfkawdhagglcevprnpgrmscqnhgrlnistch 
chcppgytgrycqvrcslqcvhgrfreeecscvcdigyggaqcatkvhfpfhtcdlridgdc 
fmvsseadtyyrarmkcqrkggvlaqiksqkvqdilafylgrlettnevtdsdfetrnfwig 
ltyktakdsfrwatgehqaftsfafgqpdnhglvwlsaamgfgncvelqasaafnwndqrck 

TRNRYICQFAQEHISRWGPGS 

Signal sequence. 

amino acids 1-26 

Transmembrane domain. 

amino acids 110-124 

N- glycosylation sites, 

amino acids 144-148, 243-247 

cAMP- and cGMP- dependent protein kinase phosphorylation site. 

amino acids 45-49 

N-myristoylation sites . 

amino acids 22-28, 99-105, 131-137, 201-207, 213-219, 287-293, 
288-294, 331-337, 398-404 

Prokaryotic membrane lipoprotein lipid attachment site. 

amino acids 204-215 

EGF-like domain cysteine pattern signature. 

amino acids 249-261, 280-292 

C-type lectin domain signature. 

amino acids 417-442 



FIGURE 21 



r:(:;GAC(JCGTGG(J<::TG'JGC^G(:TGCAAAGCGTGTCCCGCCGGGTCCCC<'JA(^CGTCCC(^^ 

CriGGGC(jCC ATG GTCCTGGTGCTG(:;GGCTGT(3GCTGGGGCTGTGGGTGTGTGTGGG(3TCGGA 

(-(-AAC^AGGGGGAC^AGCTGGGGCGACTGTTGGGAGCAGGATGGACTCAGGGTGCGGAGGCAAG 

1V'AGA':TGTT<3CAGAGGGTGAAAACCAAAGGTTTGATGACAGAATTCTGAGTGAAGTGTACC 

ATGATTTGGGGT'rATGGC^TTCAGTACGGTTT(::GTGGAGAATGCTGAA<.:AGAGCTTGTGAAGA 

*::<:AG<JAGAl"r('^AGTTC(:A(:;ATGGAGATTC:GA''^GTGGAGGTTTGATGAGGAA(:^TTGAGTATG^^^ 

l^TATTGGAGACAAGG'FGTATCAGGGCGAAATTAGAGAGAGAGAAAAGAAGAGTGGTGATAGG 

GTA7WVGAG.AAAAG<'^AATAAAAGGAGAGAAGAAAATGi;^.AGAC^AAG(>3(l^ 

AGGTTCTGGAGTGATTGGGAGCAA(3GACAAA<'^CGt"^GCTTTTTGCTGA(:3TTAT<"^A("^GAGCTTG 
TGGAGAGGGC^CGTG'-^GGAAGTACGAGGACAGGATCAGGGTGCGGCCCGAGCAGGTGTCGGGG 
AGGCTGAGGGTGGACGTGAATATCCTGGAGAGCGCGGGCATCGCATCGGTGGAGGTGCTGGC 
GGTTCAGAAGAGGAGGGAGAGGGGCAGTGGGGGCGGGGAAGATGATTGTGGGCGTGCCCCAT 
CTACTGTCATTAACCAAAATGAAACATTTGCCAACATAATTTTTAAACCTACTGTAGTACAA 
GAAGCCAGGATTGCCGAGAATGGAATTTTGGGAGACTTTATCATTAGATATGACGTCAATAG 
AGAACAGAGGATTGGGGAGATCCAGGTTCTAAATGGCTATTTTGTGCACTACTTTGCTCCTA 
AAGACCTTCCTCCTTTACCCAAGAATGT(jGTATTCGTGCTTGAGAGCAGTGGTTCTATGGTG 

ggaaccaaactccgggagaccaaggatgcgctcttcacaattctccatgacctccgacccca 
ggaccgtttcagtatcattggattttccaaccggatcaaagtatggaaggacgacttgatat 
cagtcactccagacagcatcagggatgggaaagtgtacattcaccatatgtcaccgactgga 
ggcacagacatcaacggggccctgcagagggccatcaggctcctcaacaagtacgtggccca 
cagtggcattggagagcggagcgtgtccctcatcgtcttcctgacggatgggaagcccacgg 
tcggggagacggacaccctcaagatcctgaacaagacccgagaggccggccgaggccaagtc 
tgcatcttcacgattggcatcggcaacgaggtggacttcaggctgctggagaaactgtcgct 
ggagaagtgtggcctcacacggcgcgtgcacgaggaggaggacgcagggtcgcagctcatcg 
ggttgtacgatgaaatcaggaccccgctgctctgtgacatcggcatcgattatccccccagc 
tgagtggtgcagggcaccaagaccctgttcggcaactacttgaacggctgggagatgatcat 
tgcggggaagctggtggacaggaagct<3gatcacgtggacgtggaggtcacggccagcaaca 
gtaagaaattcatcatgctgaagacagatgtgcctgtgcgggctcagaaggcagggaaagat 
gtcacaggaagccccaggcctggaggcgatggagagggggacaccaaccacatcgagcgtct 
gtggagctacctcaccacaaaggagctgctgagctcctggctggaaagtgaggatgaaccgg 
agaaggagcggctgcggcagcgggcccagggcctggctgtgagctaccggttcctcagtccc 
ttcacctccatgaagctgagggggccggtcccacgcatggatggcctggaggaggcccacgg 
catgtcggctgccatgggacccgaaccggtggtgcagagcgtgcgaggagctggcacgcagc 
gaggacctttgctcaagaagccaaactccgtcaaaaaaaaacaaaacaaaacaaaaaaaaga 
catgggagagatggtgtttttcctctccaccacctggggatacgatgagaagatggccacct 
gcaagccaggaagacggccctcaccagacaccatgtctgctggcaccttgatcttggacctc 

GCAGCCTCCAGAACTGTGAGAAATAAATGTGTTTTGTTTAAGCTAAAAAAAAAAAAAAAJ^u^ 
AAAAAAAJU^AAAAAAAAAJ^JVAAAAAAAA 



FIGURE 22 



</usr/seq':ib;'/^sst/DNA/Dnasf^qs . min/ss . DNA4 4 192 
<subunit I c^f 1, 694 aa, 1 stop 
<MW: 77400, pi: 9.54, NX(S/T): 6 

MLLLLGLCL(:]LSLCVGSQEEAQSWGHSSEQDGLRVPRQVFLLQPJ.KTKPLMTEFSVf:STI IS 
RYAFTTVSCRMIjNRASEDQDIEFQMQIPAAAFITNETMLIGD?:VYQGEITEREKKSGDRVKE 

krnktteengep'.gteifrasavipskdkaafflsyeellorrlgkyehsisvrpqqlsgrls 
vdvnilesagiaslevlplhnsrqrgsgrgeddsgpppstvinqnetfaniifkptwqqar 
laqngilgdfiirydvnreqsigdiqvlngyfvhyfapkdlpplpknvvfvldssasmvgtk 
lrqtkdalftilhdlrpqdrfsiigfsnrikvwkdhlisvtpdsirdgkvyihhmsptggtd 
ingalqrairllnkyvahsgigdrsvslivfltdgkptvgethtl?:ilnntreaargqvcif 
tigigndvdfrlleklslencgltrrvheeedagsqligfydeirtpllsdiridyppssw 
qatktlfpnyfngseiiiagklvdrp:ldhlhvevtasnskkfiilktdvpvrpqkagkdvtg 
sprpggdgegdtnhierlwsylttkellsswlqsddepefverlrqraqalavsyrfltpfts 
mklrgpvprmdgleeahgmsaamgpepvvqsvrgagtqpgpllkkpnsvkkkqnktkkrhgr 
dgvfplhhlgir 

signal sequence. 

amino acids 1-14 

N-glycosylation sites . 

amino acids 97-101, 127-131, 231-235, 421-425, 508-512, 674-678 

Glycosaminoglycan attachment sites . 

amino acids 213 217, 391-395 

N-myristoylation sites . 

amino acids 6-12, 10-16, 212-218, 370-376, 632-638, 638-644 



FIGURE 23 



CGGACGC':;TGG'3':rr':]CCCGAt: ATG ':^CGAGT<:;TA(^TGCTG'::(::GAGCGGATCCCAGT':^TGCG':x: 
GGGAGC^('^{3C<jr^r.^GGGGGGCGTCC(:^rjG<:^GTi::CG<'^CTT(::T<'^'rTGTTGGTG 

cac^tgatggccagaggtgatgggcagaatctgtttaggaaagacgtgaga>::;tgatcgaggga 
<:^aggttgggacgatgagttgggaagtf:aataa(:^agt( ^agi'^actgt^r^tgattgaggtactc^aa 
t<:gcaaca'"j!:4cag^aggatttatttgagc3gacttcaggcctttg7vaggacaggaggttti::agt 
tggtgaatttttgtaggagtgaaf::tcaaagtat(:at'rgagaaac':^tgtcaatttgtgatgaa 
ggaagatagttttggcag'jtgtatacggatgcgggagaggaaagttacaccacgatcagagt 
cctggtcccaccaggtaatctgatgatggatatggagaaa(^acactgcggtggaaggtgagg 
agattgaagtcaactgcagtgctatggccagcaagccagccacgagtatcaggtggttcaaa 
gggaacagagaggtaaaaggcaaatcggaggtggaagagtggtcagacatgtacactgtgac 
cagtcagctgatgctgaaggtgcagaaggaggacgatggggtcccagtgatctgcgaggtgg 
agcaccctgcggtcactggaaacgtgcagacccagcggtatgtagaagtacagtataagcct 
caagtgcacattcagatgacttatgctctacaaggctt7y\gccgggaaggggacgcgcttga 
gttaacatgtgaaggcatcgggaagccccagcctgtgatggtaacttgggtgagagtcgatg 
atgaaatgggtgaagagggcgtagtgtctgggcggaacctgttcatgaataacctaaacaaa 
acagataatggtacatacggctgtgaagcttcaaacatagtgggga7vagctgactcggatta 
tatggtgtatgtataggatcggcggagaagtatggctcctggcagaagaagcaggagcacga 
cgacgacgaccaggaggagcatcgttaggatgatgagagattcct::gaggaggtgaagaaggg 
tcgatcaggggagtggatgatggggtgatcggtggggtcgtgggggtggtggtgttggccat 
ggtgtgcttgctgatgattctggggcggtattttgccagacataaaggtagatacttcactg 
atgaaggcaaagga(::;gcgatgacgcagcagaggcagacacagctataatcaatgcagaagga 
ggacagaacaactcggaagaaaagaaagagtacttcatc tag atcagcctttttgtttcaat 

GAGGTGTCGAACTGGCGGTATTTAGATGATAAAGAGACAGTGATATTGG 



FIGURE 24 



</usr/seqdb2/sst /DNA/Dnaseqs . min/ss . DNA 3 9 1 8 
<subuni t 1 of 1, 440 aa, 1 stop 
<MW: 48240, pi: 4.93, NX(S/T): 7 

MASWLr^SGSQCAAAAAAAAPPGLRLLLLLFSAAALlP'lXJDGQNLFTKDVW ISC 
0VNKSDDSVIQLLNPNR0TIYFRDFRPLKDSRFQIJ.NFSSSET.?:V5^T.TNVSTSDEGRYFCr)L 
YTDPPQESYTTITVLVPPRNLM IDIQKDTAVEGEEIFVNCTAMASP'PATTIRWFKGNTELKG 
KSEVEEWSDMYTVTSQLMLKVHKEDDGVPVICQVEHPAVTGNLQTQRYLEVQYKPQVHIQMT 
YPLQGLTREGDALELTCEAIGKPQPVMVTVA/RVDDEMPQHAVLSGPNLFINNLNKTDNGTYR 
CEASNIVGKAHSDYMLYVYDPPTTIPPPTTTTTTTTTTTTTILTI ITDSRAGEEGSIRAVDH 
AVIGGWAWVFAMLGLLI ILGRYFARHKGTYFTHEAKGADDAADADTAI INAEGGQNNSEE 
KKEYFI 

Signal sequence. 

amino acids 1-36 

Transmembrane domain . 

amino acids 372-393 

N-glycosylation sites . 

amino acids 65-69, 99-103, 111-115, 163-167, 302-306, 306-310, 
430-434 

Tyrosine kinase phosphorylation sites , 

amino acids 233-240, 319-328 

N-myristoylation sites . 

amino acids 9-15, 227-233, 307-313, 365-371, 376-382, 402-408, 
411-417, 427-433, 428-432 



FIGURE 25 



GGGGCGGGTGGAO:^CGGACTCGAACGCA(3TTGCTTCGC;(:^ACCCAGGA<:':!::CC 
GGCGCGAGGAAAGACTGAGGGCGCGGGGTGGCCGGGG(;GGGTGGGTGG('^GGGGGGCG('^CGTC 

cgg(:}gagagaag atg t<:^cl^ggagf:;(^tgggtgt(3gtgl:i'gggggtr^.:tgc^tggl^agtggg^gg 

ggggggtggggtggagggctggggatccgggtgggar;i'(3gagggagcgagagagagtgttgt 

ggactggcggggaggggagcagggtggG'::ggagaggtgggaggggacag':^gtgggggtgtag 

GTC^TTT(jAGAAGG(:^GATCAGGATGCTGGAGGCAAGC^A(;':TTT'JGG<:]<'Jt::'::^ 

GGTGGTGGAGGTGTGAGAGAACCAGATCGGCAGCCTGGGCCTGGGGCGGGTGGT'I^GTGGTGG 

agctgaggcagaacagcctggtggccctggagcgcgggatgctggacagt'1cgaac'1t^:^.ga(:^. 
gcgctgcggctggctggtctggggctgcagcaggtggaggagggggtgttcaggcggttgcg 
caacctccacgacctggatgtgtccgacaaccagctggagcgagtgccagctgtgatgcgag 
gcctccggggcctgacgcgcctgcggctggccggcaagaggggcattggggaggtggggggc 
gaggacctggccggcctggctgccctgcaggagctggatgtgagcaacctaagcctggaggc 
cgtgcctggcgacctctcgggcctcttccgcggggtgggggtggtggcaggtgcggggaacc 
ccttcaactgcgtgtgccccctgagctggtttggcccgtgggtgggcgagagcgaggtgaca 
ctggccagccctgaggagaggcgctgccagttcccggggaagaacgctgggct^':^gtgctgct 

GGAGCTTGACTACGCCGACTTTGGCTGCCCAGCCAGGAGCAGGAGAGGGAGAGTGGGCAGCA 
CGAGGCCCGTGGTGCGGGAGCCCACAGCCTTGTCTTCTAGGTTGGCTGGTAG':TGGCTTAGG 

cccacagcgccggccactgaggcccccagcccgccgtccactgccccagcgactgtagggcc 

tgtcccccagccccaggactgcccaccgtccacctgcctgaatgggggcacatgccacctgg 

ggacacggcaccacgtggcgtgcttgtgccccgaagggttgaggggcct'-^tagtgtgagagg 

cagatggggcaggggacacggggcagccctacaccagtgacggcgaggggacgagggtcggt 

gagcctgggcatcgagccggtgagccccagctcgctgggcgtggggctggaggggtacgtgg 

aggggaggtccgtggagctgaggagcctccgtctcacgtatcgcaacctatcgggggctgat 

aagcggctggtgacgctgcgactgcctgcctcgctggctgagtagacggtcagcgaggtgcg- 

gcccaacgccacttactccgtctgtgtcatgcgtttggggcccgggcgggtgggggaggggg 

aggaggcgtgcggggaggcccatagaccccgagccgtgcactccaaccagggggcagtcacc 

caggcccgcgagggcaacctgccgctcctcattgcgcgcgcgctggcgggggtggtggtggc 

cgcgctggctgcggtgggggcagcctactgtgtgcggggggggcgggggatggcagcagcgg 

ctcaggacaaagggcaggtggggccaggggctgggcgcctggaactggagggagtgaaggtc 

cccttggagccaggcccgaaggcaacagagggcggtggagaggccctggggagcgggtctga 

gtgtgaggtgccactcatgggcttcccagggcctgggctggagtgaccggtcgaggcajvagg 

cctacatctaagccagagagagacagggcagctggggccgggctctcagccagtgagatggc 

caggcgcctcctgctgccagacgacgtaagttctgagtggcaacctcggggatgtgtgcaga 

cagggctgtgtgaccacagctgggccctgttccctctggacctcggtctggtgatgtgtgag 

atgctgtggcccagctgacgagccctaacgtccgcagaagggagtgcgtatgaggagagtgt 

cgggcctgccctccgcaacgtggagtccgtgggcagggggggggctgggatgtgctggtaac 

ggatgcctgggccctgctgggctctgggactccagggggagcgtgggggggagtgaaggaag 

ctcccggaaagagcagagggagagggggtaggcggctgtgtgagtctagtcttggcgccagg 

aagcgaaggaacaaaagaaactggaaaggaagatgctttaggaacatgttttgcttttttaa 

aatatatatatatttataagagatcctttcccatttattctgggaagatgtttttcaaactc 

AGAGACAAGGACTTTGGTTTTTGTTU^GAGAAAGGATGATATGAAGGGCTTTTGTAAGAAAAA 
ATAAAAAAAAAAA 



FIGURE 26 



</usr/seqdb2/sst /DNA/Dnase-qs . min/ss . DNA4 4 8 04 
<subunit 1 of 1 , 598 aa, 1 stop 
<MW: 63030, pi: 7,24, NX(S/l^): 3 

MCSRVPLLLPLLLLLALGPGVQGCT^SGCQCSQPQTVFCTARQGTTVPRDVPPDTVGLYVFEN 

GITMLDASSFAGLPGLQLLDLSQNQIASLRLPRLLLLDLSHNSLLAPEPGILDTANVEALRL 

AGLGLQQLDEGLFSRLRNLHDLDVSDNQLERVPPVIRGLRGLTRLRLAGNTRI AQLRPEDLA 

GLAALQELDVSNLSLQALPGDLSGLFPRLRLLAAARNPFNCVGPLSWFGPWVRESHVTLASP 

EETRCHFPPKNAGRLLLELDYADFGCPATTTTATVPTTRPWREPTALSSSLAPTWLSPTAP 

ATEAPSPPSTAPPTVGPVPQPQDCPPSTCLNGGTCHLGTRHHLACLCPEGFTGLYCESQMGQ 

GTRPSPTPVTPRPPRSLTLGIEPVSPTSLRVGLQRYLQGSSVQLRSLRLTYRNLSGPDKRLV 

TLRLPASLAEYTVTQLRPNATYSVCVNPLGPGRVPEGEEACGEAHTPPAVHSNHAPVTQARE 

GNLPLLIAPALAAVLLAALAAVGAAYCVRRGRAMAAAAQDKGQVGPGAGPLELEGVKVPLEP 

GPKATEGGGEALPSGSECEVPLMGFPGPGLQSPLHAKPYI 

Signal sequence. 

amino acids 1-23 

Transmembrane domain . 

amino acids 501-522 

N-glycosylation sites . 

amino acids 198-202, 425-429, 453^457 

Tyrosine kinase phosphorylation site. 

amino acids 262-270 

N-myris toylation sites . 

amino acids 23-29, 27-33, 112-118, 273-279, 519-525, 565-571 

Prokaryotic membrane lipoprotein lipid attachment site. 

amino acids 14-25 

EGF-like domain cysteine pattern signature. 

amino acids 355-367 

Leucine zipper pattern. 

amino acids 122-144, 194-216 



FIGURE 27 



GGCACTAGGACAACCTTCTTCCCTTCTGCACCACTGCCCGTACCCTTACCCGCCCCGCCACC 
TGGTTGCTACCCCACTGTTGAAAGCACAGGTGTTGGCAG':]GTGGC^GAGGTC^ATGGGAGGC'^ 

atctcctttgttggtaggccccaaagggcgtgcagggaacatggggggG':':agiv:agaga^:3':: 
ggggagtgtgagttgccgtgtggttgagttg(^c';g(^gg^A(:^(:tgtgg(^(3G^:':('^t<:5GGttgtggg 

ATGGGTCTGGTGACCGAAGAAACAGAGGTGGAGAGGCTCAGGAGAGAGGTGAG'JCGGC^TGCA 
G(3GGACAGGAGGCCGCTGCCAGAATGGGGAAGGGTATGCCTG':.^i:A<^AGTGTG':'_:GGAGGAGA 
GTTCCGATGGCCTGG7U^GCCTGGGAGAATGGGGA(:;AGATCC':GGAAAAG':^AGAGCAGTGCTC 
ACCCAAAAACAGAAGAAGCAGCACTCTGTCCTGCACCTGGTTGGCATTAACGCGACCTCCAA 
GGATGACTCCGATGTGACAGAGGTGATGTGGCAACGAGGTCTTAGGCGT(-^GGAGAGGGCTAC 
AGGCCCAAGGATATGGTGTCCGAATCCAGGATGCTGGAGTTTATCTGCTGTATAGCCAGGTC 

ctgtttcaagacgtgactttcaccatgggtgaggtggtgtgtggagaaggcgaaggaaggca 
ggagactctattccgatgtataagaagtatgccctgccacccggagcgggggtacaacagct 
gctatagcgcaggtgtcttccatttacaccaaggggatattctgagtgtcataattcccggg 

GCAAGGGCGAAACTTAACCTCTCTCCACATGGTU^GCTTGCTGGGGTTTGTGAAACTGTGATT 

gtgttataaaaagtggctcccagcttggaagaccagggtgggtacatactggagacagccaa 

GAGCTGAGTATATAAAGGAGAGGGAATGTGCAGGAACAGAGGCATGTTGGTGGGTTTGGGTC 

cccgttcctcacttttccgttttcattcggacccggtagactttgattttacggatatgttg 
cttctgttccggatggagctccg 



FIGURED 



</usr/seqdb2/sst/DNA/Dnaseqs .min/ss . DNA52722 
<subunit: 1 of 1, 2 50 aa, 1 stop 
<MW: 27433, pi: 9-85, NX(S/T): 2 

MPASSPFLLAPKGPPGNMGGPVREPALSVALWLSWGAALGAVACAT^lALLTQgTELgSLRREV 
SRLQGTGGPSQNGEGYPWQSLPEQ.SSDALEAWENGERSRKRRAVLTQKQKKQHSVLHLVPIN 
ATSKDDSDVTEVMWQPALRRGRGLQAQGYGVRIQDAGVYELYSQVLFQDVTFTMGQWSREG 
QGRQETLFRCIRSMPSHPDRAYNSCYSAGVFHLHQGDILSVIIPRJVRAKLNLSPHGTFLGFVKL 



Signal sequence. 

amino acids 1-40 



N-glycosylation site • 

amino acids 124-128 



Tyrosine kinase phosphorylation site 

amino acids 156-164 



N-myris toylat ion site . 

amino acids 36-42, 40-46, 179-185, 242-248 



Prokaryotic membrane lipoprotein lipid attachment site 

amino acids 34-45 



FIGURE 29 



rArTTTrrrrrT' '•iY-rTCrTTTACTTTCGAGAAACCGCGCTTCC(3CTTCTGGTCGCAGAGAC 

.-rrGGAGAr(TjrG.-'-GGGGAGACGGAGGTGCTGTGGGTGGGGGGGACCT.3TGGCTGCTCGTA 

r^,-G.-. ■( •<-^'-^GA<-'GG'r^l-G'TGTTCTGGACT(:^CC.-.TGCTCCGGAAGACCTTTTCCCCTGGTCTGTT 

Trv-TTCACGGA'jTCTi-.TGCATCGCCCCG<3ACCTGGCCGGGAGGAGGCTTGGCCGGCGGGAGA 

1NJ.'-Tr-TAGGGG.-GG.^3CGGGAGGAGCG'3.:^-GGCGGGAC^3GAGGGCCCGGCAGGAAGA^ 

■[■>JCCGTGGACA.3GGAGTCTTGCTGGCGTACTGCCTGCTCCTTGCCTTTGCCTCTGGCCTGGT 

.-PTGAGTCGTGTGCCCCATGTCGAGGGGGAACAGCAGGAGTGGGAGGGGAGTGAGGAGCTGC 

rGT<'vj..-,-TC'-GGAGGATGCCGAGAGGGCTGAAGAACAACATGAAAAATACAGGCCCAGTCAG 

GA.-'-AGGGGCTCCCTGCTTCCCGGTGCTTGCGCTGCTGTGACCCCGGTACCTCCATGTACCC 

GGCGACCG'-CGTGCCCCAGATCAACATCACTATCTTGAAAGGGGAGAAGGGTGACCGCGGAG 

ATGGAGGGrTCCAAGGGAAATATGGCAAAACAGGCTCAGCAGGGGCCAGGGGCCACACTGGA 

rcrAAAGGGCAGAAGGGCTCCATGGGGGCCCCTGGGGAGCGGTGCAAGAGCCACTACGCCGC 

rTTTTCGGTGGGCCGGAAGAAGCCCATGCACAGCAACCACTACTACCAGACGGTGATCTTCG 

ACACGGAGTTCGTGAACCTCTACGACCACTTCAACATGTTCACCGGCAAGTTCTACTGCTAC 

GTGCCCGGCCTGTACTTCTTCAGCCTCAACGTGCACACCTGGAACCAGAAGGAGACCTACCT 

GrACATCATGAAGAAr^GAGGAGGAGGTGGTGATCTTGTTCGCGCAGGTGGGCGACCGCAGCA 

TCATGCAAAGCCAGAGCCTGATGCTGGAGCTGCGAGAGCAGGACCAGGTGTGGGTACGCCTC 

TACAAGGGCGAAGGTGAGAACGCCATCTTCAGCGAGGAGCTGGACACCTACATCACCTTCAG 

TGGCTArCTGGTCAAGCACGCCACCGAGCCCTAGCTGGCCGGCCACCTCCTTTCCTCTCGCC 

ACCTTCCACCCCTGCGCTGTGCTGACCCCACCGCCTCTTCCCCGATCCCTGGACTCCGACTC 

CCTGGCTTTGGCATTCAGTGAGACGCGCTGGACACACAGAAAGCCAAAGCGATCGGTGCTCC 

(-AGATC<-<:G'--A'-;<-''-^TrT<3GAGAGAGCTGACGGCAGATGAAATCACCAGGGCGGGGCACCCGC 

r'iAGAAC'-'-TCTGG.-ACCTTCCGGGGCCCTCTCTGCACACATCCTCAAGTGACCCCGCACGGC 

GAGACGCGGGTGGCGGCAGGGCGTCCCAGGGTGCGGCACCGCGGCTCGAGTCCTTGGAAATA 

ATTAGGCAAATTCTAAAGGTCTCAAAAGGAGCAAAGTAAACC<3TGGAGGACA/^GAAAAGGG 

TTGTTATTTTTGTGTTTCCAGGCAGCCTGCTGGCTCCCAAGAGAGAGGCCTTTTGAGTTGAG 

ACTCTGGTTAAGAGAAGATCGAAAGTTAAAGCTCTGGGGTCAGGGGAGGGGCCGGGGGCAGG 

AAAGTAGCTCTGGCTTAATTCTTTTAAGCCACGTAGGAACTTTCTTGAGGGATAGGTGGACC 

(-TGACATCCCTGTGGCCTTGCCCAAGGGCTCTGCTGGTCTTTCTGAGTCACAGCTGCGAGGT 

GATGGGGGr^TGGGGCCCCAGGCGTCAGCCTCCCAGAGGGACAGCTGAGCCCCCTGCCTTGGC 

TGCAGGTTGGTAGAAGCAGCCGAAGGGCTCCTGACAGTGGCCAGGGACCCCTGGGTCCCCCA 

(-JGr^CTGGAGATGTTTCTATGAGGGGCAGAGCTCCTTGGTACATCCATGTGTGGCTCTGCTCC 

A'-CCCTGTGGGACrCCAGAGCCCTGGGGGGTGGTCTCCATGCCTGCCACCCTGGCATCGGCT 

TTGTGTGCrGCCTCCCACACAAATCAGGCCCAGAAGGCCCCGGGGCCTTGGCTTCTGTTTTT 

TATAAAACACrTCAAGCAGCACTGCAGTCTCCCATCTCCTCGTGGGCTAAGCATCACCGCTT 

rrAGGTGTGTTGTGTTGGTTGGCAGCAAGGGTGATCGAGACCCCTTCTGCCCCCACTGCCCT 

GATCCAGGCCTCTGACCAGTAGCCTGAGAGGGGCTTTTTCTAGGCTTCAGAGCAGGGGAGAG 

rTGGAAGGGGrTAGAAAGCTCCCGCTTGTCTGTTTCTCAGGCTCCTGTGAGCCTCAGTCCTG 

AGACCAGAGTrAAGAGGAAGTACACGTCCCAATCACCCGTGTCAGGATTCACTCTCAGGAGC 

TGGGTGGCAGGAGAGGCAATAGCCCCTGTGGCAATTGCAGGACCAGCTGGAGCAGGGTTGCG 

GTGTCTGCACGGTGCTCTCGCCCTGCCCATGGCCACCCCAGACTCTGATCTCCAGGAACCCC 

ATAGCC'-CTCTCCACCTCACCCCATGTTGATGCCCAGGGTCACTCTTGCTACCCGCTGGGCC 

GCCAAAGCCCGGrTGCCTCTCTTCCTTCCCCCCATCCCCCACCTGGTTTTGACTAATCCTGC 

TTCCCTCTCTGGGCCTGGCTGCCGGGATCTGGGGTCCCTAAGTCCGTCTCTTTAAAGAACTT 

GTGCGGGTCAGACTCTGAAGCCGAGTTGCTGTGGGCGTGCCCGGAAGCAGAGCGCCACACTC 

GCTGCTTAAGCTCCCCCAGCTCTTTCCAGAAAACATTAAACTCAGAATTGTGTTTTCAA 



FIGURED 



> 



> 



< / u s rV s eqdb2 / s s t / DN A/ Dna seq s . m i n / s s . DNA4 1 2 3 4 
.:sui>unit 1 of 1, 281 aa , 1 stop 
xMW: 31743, pi: 6.83, NX(S/T): 1 

MGSRGQGLLLAYCI.LLAFASGLVLSRVPHVnnKQQEWEGTERLPSPPDHAERAEEQHEKYRP 
SQDQGLPASRCLRCCDPGTSMYPATAVPC'INITILKGEKGDRGDRGLQGKYGKTGSAGARGH 

tgpkgqkgsmgapgerckshyaafsvgrp:kpmhsnhyyqtvifdtefvnlydhfnmftgkfy 

CYVPGLYFFSLNVHTWNQKETYLH IMKNEEEWI LFAQVGDRS I MQSQSLMLELREQDQVWV 

rlykgerenaifseeldtyitfsgylvkhatep 



signal secpience. 

amino acids 1-25 



N-glycosylation site. 

ammo aci ds 93-97 



N-myris toylation sites . 

amino acids 7-13, 21-27, 67-73, 117-123, 129-135 



Amidation site. 

amino acids 150-154 



Cell attachment sequence. 

amino acids 104-107 



FlGUREJl 

-^^ rrA^r AG-rG' 0-rrGCA.:CT..GATr.r,CAGCAGGG 

PA-^A<-'AAATrTrAlv-ATCTGTGCAGGGTTCTTAAAGCAA/.(--rAAGAc..A..A...GA..GAlIAl 

..A.AOAAA 1 . 1 1 _ , , ^ > . .-.T,.. . . n TTT AAAATGTTCTTGGGGGGAGAAGGG AG 

-CTTGACCTTTGAAGACGAAAA>,TAAA^T..AAATlTAAA^Tki ^^^^^^ ^ ^ 

PTTGACTTACACTTTG-TFAATAAT TIGCTTCV-TGALA., I AAGG 1- ^1^^^^ 
,^rrTrAAAAAGAGTrTAGAAGATGTTGTCATTGACATCCAG;TCATCrLlTTClAA..,G..AAr< 

A.-^arrrAAT-AGCGrGTATATACTTGAACTf^AAGAAGAGTUL AnAAriLl IGCT.rTCAA^ 

:^™ag;ggacaaagca.gtaa.:ttgatgat.^tt.::g^^ 
gacaagccaactgctacctattt™ 

S^cS™?CACrCA^TTATTCAAAGCCCACCGATATCTCATGGAGM^ 
r^rSGT^^GGATCer^^GATrAC.rTGGAr.AAA.^TATTT^^^^ 

CAGAAGTTIGGATCG 1 CAua i ......rT.-Ar^AATTTTGCTCTGATCAAGAAA 

GCTCCTTGCTTATAAGGAAAAAGGGL ATTL r...A<..AG T T'^A Aai i i 

TArrTCATCTGCTGrCTGAAAATGT.:;AGTGGGCTCCCAGCTACGL,r.....CAGTTGCTTCTCCA 

TAGCTCAiGUj^iu-^^ivj -,,.-..^,-,.,--r-rTTrTArrCArG7^TGCTTCAGTGACACC 
CATACCACCTCGGCTACTCCAAAGGLL..CGA'..GCrrL,TA ^^A AA 

,^._^^„p,,.,pTrcCAGrCACAGCTG.-;CCACGACAGCTCCACCl.^TAAGCA(_TGTCACTTClG 

I^S^^SaSacgctcatttgtacagtttttacacgggctgcggctacactccaagcaat^ 

GC?™™ 

S^GSrcrcSlS^CAG.™^^^^ 

1 MO i rt^A^^i^ J ^„„rT, -..T^, -r-T-TT'i-^r'TTTTTTTTTTTGGAGACAGAGTC i i 

TATTTTGAAGACAGGAAAATGCCCCCTTuT<.GTTTGCrrTTl 1 liy i - 

'^^^_„„GCCCAGGCTGGAGTGGAGTA.3CACGATCTGGGCTCTCA>.c>.cAALCTcCGTCT 

r^^rG?TcSGSA??ScCTGCCTCAGCCTCCTAAGTATCTGGGATTACAGGCATGTGCCA 

^rA?A?CT^CTGAT^TT?GTATTTTTAGTA3AGACGGGGTTTCACCATGTTGGTCAGGCTG 

g?c?gSIc?S?gIgSIgtgatgcac 

rlTGA^ArSrLrTGGCCCCCTTGTGTTTTATGTTTGGTTTTTr.AGAAGGAATGAAGT^ 

caS^g^g^a^^gtto?^^^^ 
t^Sta?c^^?^c™tggatttggtttt^ 

CCAGATGTAGTTCCTTCCAATTAAATATTT.iAATAAATCTTTTGTTAGTCAA 



FIGURE32 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DrJA4b4 10 

xsubunit 1 o£ 1, 4 31 aa, 1 stop 
xMW: 46810, pi: 6.45, NX(S/T): 6 

MFFGGEGSLTYTLVIICFLTLRLSASQNCLKFSLEDVVIDTQSSLSKGIRGNEPVYTSTOED 

CINSCCSTKNISGDKACNLMIFDTRKTARQPnCYLFFCPNEEACPI.KPAKXJLMSYRIITDFP 

SLTRNLPSQELPQEDSLLHGQFSQAVTPLAHHHTDYSKPTDISWRDTLSC.KFGSSDHLEKEF 

KMDEASAQLLAYKEKGHSQSSQFSSDQEIAHLLPENVSALPATVAVASPHTTSATPKPATLL 

PTNASVTPSGTSQPQLATTAPPVTTVTSQPPTTLISTVFTRAAATLQAMATTAVLTTTFQAP 

TDSKGSLETIPFTEISNLTLNTGNVYNPTALSMSNVESSTMNKTASWEGREASPGSSSQGSV 

PENQYGLPFEKWLLIGSLLFGVLFLVIGLVLLGRILSESLRRKRYSRLDYLINGIYVDI 



Signal sequence. 

amino acids 1-25 



Transmembrane domain . 

amino acids 384-405 



N-glycosylation sites . 

amino acids 72-76. 222-226, 251-255, 327-331, 352-356 

CAMP- and cGMP- dependent protein kinase phosphorylation site 

amino acids 415-419 



Tyrosine kinase phosphorylation site. 

amino acids 50-57 



N-myristoylation sites . 

amino acids 4-10, 48-54, 315-321 



FIGURE33 

CrGGCACCTnGAAGATG.:GCCCATTGGCTGGTGGCCTGCTCAAGGTGGTGTTCGTGGTCTTC 

GrrTCCTTGTGTGCCTGC3TATTCGGGGTACCTGCTCGCAGA.3CTCATTCCAGATG-ACCCCT 

r^TCCAGTGCTGC<-'TATAGCATCCGCAGCATCGGGGAGAGGCCTGTCCTCAAAGCT<:CA.yrCC 

.-^CAAAAGGCAAAAATGTGACCACTGGACTCGCTGCCGAT^-rGACACCTATGCCTACAGGTTA 

CTCAGCGGAGGTGGCAGAAGGAAGTACGCCAAAATCTGCTTTGA^GATAACCTACTTATGGG 

AGAACAGCTGGGAAATGTTGCCAGAGGAATAAACATTGGCATTGTCAACTATGTAACTGGGA 

ATGTGACAGCAACACGATGTTTTGATATGTATGAAGGCGATAACTCTGGACCGATGACAAAG 

TTTATTCAGAGTGCTGCTCCAAAATCCCTGCTCTTCATGGTGACCTATGACGACGGAAGCAC 

AAGACTGAATAACGATGCCAAGAATGCCATAGAAGCACTTGGAAGTAAAGAAATCAGGAACA 

TGAAATTCAGGTCTAGCTGGGTATTTATTGCAGCAAAAGGCTTGGAACTCCCTTCCGAAATT 

CAGAGAGAAAAGATCAACCACTCTGATGCTAAGAACAACAGATATTCTGGCTGGCCTGCAGA 

GATCCAGATAGAAGGCTGCATACCCAAAGAACGAAGCTGACACTGCAGGGTCCTGAGTAAAT 

GTGTTCTGTATAAACAAATGCAGCTGGAATCGGTCAAGAATCTTATTTTTCTAAATCCAACA 

GCCCATATTTGATGAGTATTTTGGGTTTGTTGTAAACCAATGAACATTTGCTAGTTGTATCA 

AATCTTGGTACGCAGTATTTTTATACCAGTATTTTATGTAGTGAAGATGTCAATTAGCAGGA 

AACTAAAATGAATGGAAATTCTTAAAAAAAAAA 



FIGURE 34 



></usr/seqdb2/sst/DNA/Dnaseqs . min/ss . DNA4 G777 
><53ubunit 1 of 1, 235 a^i , 1 stop 
xMW: 25982, pi: 9.09, NX{S/T): 2 

MRPLAGGLLKVVFVVFASLCAWYSGYLl.AKT/IPDAPLSSAAYSTRSIGERPVLKAPVPKROK 
CDHWTPCPSDTYAYRLLSGGGRSKYAKTCFEDNLLMGEQLGNVARGINIAIVrJYVTGNVTAT 

rcfdmyegdnsgpmtkfiqsaapksllfmvtyddgstrlnndaknaiealgskeirnmp:frs 

SWVFIAAKGLELPSEIQREKINHSDAKNNRYSGWPAEIC'IEGCIPKERS 

Signal secfuence. 

amino acids 1-20 

N-glycosylation sites. 

amino acids 120-124, 208-212 

GlycoscLminoglycan attachment site. 

amino acids 80-84 

N-myristoylation sites . 

amino acids 81-87, 108-114, 119-125 



